This supplementary data contains diagrams showing the detailed analysis of potential quadruplexes (PQS) in selected repeat families, namely: Alu, ERVL-MaLR, ERVL, ERV1, haT-Charlie, L1, L2, MIR and SVA elements. Each diagram shows information about all subfamilies of the given repeat family (sorted by amount of PQS in descending order). The diagram is composed of three major parts: 1) Repeat statistics section includes following columns: a) Name: Represents the subfamily name. b) Avg. len. and Max. len: Represent the average and maximum repeat length (it means the whole repeat, not just the fragment). These items are calculated from lengths assigned to repeat by RepeatMasker program. c) F5 cov., Max. cov. and F3 cov.: Represent the coverage for 5' flank region, repeat body and 3' flank region. The coverage generally represents the number of elements stacked above themselves at a given genome position. As the repeats are usually spread along the genome in form of fragments, it is not possible to calculate the overall number of repeats (we do not know easily which fragments belong to each other). Instead the coverage shows how much a given part of the repeat is included in a genome. Then Max. cov. represents the maximal coverage along the whole repeat, while F5 cov. and F3 cov. correspond to the number of detected flank regions. Please note that all these three numbers differ, because 5' and 3' flank regions are not assigned for each repeat body (see section Methodology for detailed information). The length of flank regions was set to 500 bp.
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